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Human pituitary tumor-transforming gene (hPTTG1) is a human securin homolog. It functions as a
mitosis regulator during cell cycle progression in normal cells. It is also an oncogenic transcription factor.
Deletion of the PTTG1 gene or its overexpression causes chromosome instability, increasing the proba-
bility of tumor formation and metastasis. PTTG1 has been found to be overexpressed in most human
carcinomas with metastatic grade and blastic leukemia. Thus, overexpressed PTTG1 is suspected to
promote tumor metastasis. However, the mechanism by which overexpressed PTTG1 drives tumor cells
into metastasis remains unclear, but it is assumed to occur through activation of its target genes involved
in the metastasis processes. Among the PTTG1-activated genes, GEFH1 and CXCR2 were shown to be
directly regulated by PTTG1. Molecular biological studies and examination of human tumor samples
indicated that overexpressed PTTG1 promotes tumor metastasis through activation of GEFH1/RhoA
signaling, resulting in remodeling of cytoskeletal dynamics, enhancing the invasiveness of cancer cells,
and driving tumor cells toward metastasis in vivo. Overexpressed PTTG1 can also activate CXCR2, which
usually induces senescence in cancer cells if the CXCR2/p21 senescence pathway is functional. However,
in most malignant tumor cells in which the CXCR2/p21 senescence pathway is defective, these tumor cells
escape senescence and move toward metastasis. In these cells, overexpressed PTTG1 directly activates
CXCR2 and its ligands, interleukin-8 (IL-8), and Gro-a or indirectly activates nuclear factor-kB to activate
IL-8 and Gro-a. These cytokines, in turn, recruit inﬂammatory cells to the tumor sites creating micro-
environments that favor tumor metastasis. Thus, PTTG1-overexpressed cancer cells can use myriad
pathways to execute metastasis. It is important to screen for inhibitors that can neutralize the functions
of overexpressed PTTG1. These inhibitors could be signiﬁcant in the therapeutic arsenal against meta-
static cancers.
Copyright  2013, Buddhist Compassion Relief Tzu Chi Foundation. Published by Elsevier Taiwan LLC. All
rights reserved.1. Introduction
Perturbation of the genetic constitution of cells disturbs regu-
latory circuitries leading to the appearance of cancer cells [1]. The
genetic changes leading to cancer can occur in sequential steps
with mutations, deletions, or ampliﬁcations. Eventually, cancer
cells break out of the conﬁnement of their adjacent tissues and
travel to distant speciﬁc sites where they establish new colonies.
This disseminated metastasis contributes to the majority of cancer
deaths [2]. The genetic, cellular, and molecular bases of metastasis
remain elusive. At present, we know at least several well-
orchestrated processes are involved in metastasis as follows: (1)iology and Human Genetics,
ualien, Taiwan. Tel.: þ886 03
ddhist Compassion Relief Tzu Chiactivation of epithelialemesenchymal transition [3], (2) remodel-
ing of extracellular matrix [4], (3) migration of tumor cells to spe-
ciﬁc secondary sites [5], and (4) neoangiogenesis [6]. It is pertinent
and clinically important to identify gene sets or “signatures” so that
the mechanisms of metastasis can be illustrated. With advances in
genomic studies, knowledge about these genes and pathways
involved in tumor metastasis has started to evolve, and sets or
groups of genes closely associatedwith tumormetastasis have been
revealed. Human PTTG1 (hPTTG1) is one of the candidate signature
molecules for metastasis [7].
hPTTG1, a human securin, was initially isolated from a rat pitu-
itary tumor cell line [8]. Subsequently, its human homolog was
isolated from fetal liver and several tumor cell lines [9e11]. hPTTG1
has a cell cycle-dependent expression pattern [12]. It functions as
securin protein [12]. Like vertebrate securin, hpttg1 is subject to
ubiquitin-mediated degradation at the end of metaphase [12]. The
hPTTG1 gene encodes for a small protein of 202 amino acids. Hpttg1
has been detectedmost abundantly in fetal liver, testis, and thymus,Foundation. Published by Elsevier Taiwan LLC. All rights reserved.
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hPTTG1 can transform NIH 3T3 cells that form tumors when
transplanted into nude mice [8]. Thus, hPTTG1 behaves as an
oncogene. Indeed, hPTTG1 is overexpressed in most invasive solid
tumors and hematopoietic neoplasia [9,11,13e15]. This has been
further conﬁrmed by a microarray analysis of comparative
expression proﬁles between metastatic and nonmetastatic carci-
noma from patients [7]. Therefore, hPTTG1 appears to drive tumor
cells into metastasis; however, direct evidence that overexpressed
hPTTG1 promotes metastasis of human carcinoma is still lacking.
The promotion of metastasis by hPTTG1 may ostensibly be
through dysfunction of its degradation, allowing it to accumulate
and subsequently exert its metastatic functions. Normally, for a cell
to proceed through mitosis, securin (pttg1) must be degraded by
activated anaphase promoting complex/CDC20 (APC/CDC20) at the
onset of anaphase. In metastatic cancer cells, the degradation
process may be deﬁcient, resulting in excessive pttg1 and conse-
quently, induction of chromosome instability and aneuploidy, and
cell proliferation. In cells with high levels of hpttg1, the metaphase
to anaphase transition is blocked and asymmetrical cytokinesis
without chromosome segregation or chromosome decondensation
without cytokinesis has been observed [16]. There is frequent
chromosome loss in cells depleted of the hPTTG1 gene [17]. The
effect, however, was found to be transient; after 12 passages, the
karyotype in hPTTG1 knockout cells was found to be the same as
wild-type cells. This suggests additional compensatory mecha-
nisms for chromosome segregation in human cells [18]. There ap-
pears to be a range in the amount of hpttg1 needed to maintain
normal chromosomal ploidy. Outside of this range, cells are driven
to chromosome instability, increasing the probability of tumor
formation and metastasis.
2. Genes regulated by hPTTG1
PTTG1 can function as a transcription factor [9,19]. The onco-
genesmyc and bFGFwere initially identiﬁed as its directly regulated
genes [20]. Chip-on-chip analysis, however, showed elevated
hpttg1 binding to the promoters of 746 genes [21]. The results
suggest that hpttg1 regulates a wide range of genes. In addition,
hpttg1 can interact with a variety of proteins as well. In addition to
separase, hpttg1 was found to be associated with PBF, PP2A, Ku70/
80, and p53 [22e25].
For an overexpressed PTTG1 gene to promote metastasis, it
presumably can activate genes involved in themetastatic processes.
We have identiﬁed ﬁbroblast growth factor receptor (FGFR), uro-
kinase plasminogen activator (uPA), CXCR2, and GEFH1, among
others that are upregulated in hPTTG1-overexpressed cells. FGFR is
well known to be involved in angiogenesis, which is important in
tumor metastasis [26]. It has been identiﬁed as an hPTTG1 directly
regulated gene [19]. uPA, a protease, plays a key role in remodeling
of extracellular matrix to promote tumor metastasis [27]. Our
studies indicated that hPTTG1 indirectly activates this gene. CXCR2,
like CXCR4 and CCR7, is an important G-protein-coupled receptor in
chemotaxis, the process adapted by metastatic tumor cells to
migrate to speciﬁc secondary sites [28]. GEF regulates Rho family
proteins that control cell migration and invasiveness, and plays an
important role in promoting tumor metastasis [29]. Our studies
indicated that GEFH1 and CXCR2 are the genes directly regulated by
hPTTG1. Therefore, the elucidation of how these two genes function
in tumor metastasis would explain why hPTTG1 is overexpressed in
most metastatic carcinomas.
CXCR2 is activated by multiple CXC chemokines, one of which is
interleukin-8 (IL-8) [30]. CXCR2 is overexpressed in the metastatic
breast cancer cell line MDA 231, in which hPTTG1 is overexpressed.
Interestingly, IL-8 overexpression in 231 cells had been reported aswell [31]. Thus, in these metastatic MDA 231 cells, there is IL-8/
CXCR2 autocrine signaling. This has signiﬁcant implications on
the tumor microenvironment, given the characteristic CXCR2
expression on cancer cells, endothelial cells, and tumor-associated
macrophages. IL-8/CXCR2 signaling can go through various path-
ways. One of these principal pathways goes through activation of
protein kinase B/Akt [32]. IL-8/CXCR2 signaling has also been shown
to induce the activation of the mitogen-activated protein kinase
cascade with the phosphorylation of Erk1/2 in cancer cells [33]. In
addition, IL-8/CXCR2 signaling has been reported to activate phos-
pholipase C. This in turn can generate diacylglycerol to mobilize
calcium and activate protein kinase C [34]. Furthermore, the Src
family kinases and focal adhesion kinase were found to be down-
stream targets of IL-8/CXCR2 signaling in certain cancer cell lines
[35]. IL-8/CXCR2 signaling was also found to activate members of
the Rho family of guanosine triphosphatases, promoting the poly-
merization of the actin cytoskeleton and retraction of cell cyto-
skeleton [36]. All these pathways usually result in activation of
transcription factors whose activity has been shown to promote cell
proliferation, cell spreading, motility, and invasion [37e39]. Our
studies showed that CXCR2 and GEFH1 were the direct targets of
hpttg1, and CXCR2 and GEFH1 could go through various pathways to
affect metastasis. Therefore, to elucidate the mechanisms of how
overexpressed hPTTG1 promotes tumor metastasis, it is important
to demonstrate which pathways hPTTG1 signals go through to drive
tumor metastasis.
3. hPTTG1 drives breast cancer metastasis through activation
of the GEF/RhoA signaling pathway
Using the loss-of-function approach (speciﬁc geneknockdownof
hPTTG1) on the human metastatic breast cancer cell line MDA
MB231 (231 for short) and the gain-of-function approach (ectopic
overexpression of hPTTG1) on the nonmetastatic breast cancer cell
line MCF7, we explored how the overexpressed hPTTG1 gene en-
hances the motility and invasiveness of cancer cell in vitro and
promotes cancer metastasis in vitro. Through reporter analysis, gel
mobility, and chromatin immunoprecipitation analysis, we know
hPTTG1 binds directly to the binding sites on the regulatory se-
quences of the GEFH1 gene, thus activating GEFH1, which in turn
activates its downstream effecter RhoA. Knockdown of hPTTG1 or
GEFH1 expression reduces the migratory and invasive abilities of
metastatic 231breast cells. Conversely, ectopic expressionof hPTTG1
or GEFH1 enhances the migratory and invasive ability of non-
metastaticMCF7 cells. These observed effectswere due to activation
of the GEFH1/RhoA signaling axis by overexpressed hPTTG1 to
modulate and remodel the dynamic of cytoskeletal structures.
Using a mouse model for breast cancer metastasis, we also
demonstrated that reducing the expression of hPTTG1 or GEFH1 in
231 cells by short hairpin RNA (shRNA) knockdown of these genes
would reduce the ability of the cancer cells to metastasize to the
lung. Reintroduction of GEFH1 to the hPTTG1 knockdown 231 cells
restores the metastatic ability of these 231 cells. When hPTTG1was
ectopically expressed in nonmetastatic MCF7 cells that were
transplanted into severe combined immunodeﬁciency (SCID) mice,
the metastatic outcomes did not follow our expectation that over-
expressed hPTTG1 would accelerate metastasis. Instead, prolifera-
tion of cancer cells was decreased, tumors that formed were
smaller, and progression of metastasis was delayed. These puzzling
results were eventually explained to be due to oncogene-induced
senescence (see the following section). Nevertheless, the activa-
tion of GEFH1/RhoA signaling axis by the overexpressed hPTTG1was
recapitulated in immunohistochemical studies of human tumor
samples; in aggressive breast carcinomas, the hPTTG1 gene
expression was positively correlated with GEFH1 expression. The
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4. The role of PTTG1-activated CXCR2 in breast cancer
metastasisdsenescence and inﬂammation (i.e., tumor
microenvironment and metastasis)
Like the oncogenes myc and Ras, hPTTG1 frequently induced
senescence when it is overexpressed in cells. We found that
ectopically overexpressed hPTTG1 in MCF7 could use at least two
pathways to activate CXCR2 and its ligands, IL-8 and Gro-a. It could
directly activate the CXCR2 signaling or it could activate nuclear
factor-kB (NF-kB) which, in turn, could activate IL-8 and Gro-a to
drive CXCR2 signaling. CXCR2 signaling induces senescence through
p21 expression. Thus, when CXCR2-speciﬁc shRNA was used to
reduce CXCR2 expression in hPTTG1-overexpressed MCF7 cells, p21
expression concomitantly decreases with cell release from senes-
cence. As mentioned earlier, when hPTTG1-overexpressed MCF7
cells were transplanted into SCID mice, much smaller tumors were
formed and tumor metastasis to the lung was delayed. If we
knocked down the expression of CXCR2 in hPTTG1-overexpressed
MCF7 cells and transplanted these cells into mice, both tumor
growth and metastasis were accelerated. These results strongly
suggest that if the senescence mechanism in tumor cells remains
intact, the overexpression of metastasis promoting hPTTG1 would
induce senescence. If the mechanism for enforcing senescence is
damaged or defective in tumor cells, the overexpression of hPTTG1
would drive tumor cells toward metastasis. This provides expla-
nation for the difference in metastatic behavior between 231 MCF7
cells. 231 cells have null functions in p53 among others, and
therefore the maintenance of senescence was lost, whereas in
MCF7 cells the functions of p53 and p21 are intact and thus
senescence is reinforced when hPTTG1 is ectopically expressed.
Although ectopic expression of hPTTG1 in MCF cells enforces
senescence through CXCR signaling, these cells appear to enhance
the migratory and invasive abilities of nonmetastatic MCF cells in
culture. Experiments conducted in SCID mice showed that the
hPTTG1-overexpressed MCF cells appeared to trigger an inﬂam-
matory reaction that recruited macrophages to create a microen-
vironment that favored and enhanced the metastatic ability of
MCF7 cells. It is very likely that the senescent MCF cells secrete
inﬂammatory cytokines that can attract and recruit inﬂammatory
cells to tumor sites. However, detailed mechanisms remain to be
illustrated. The examination of human tumor samples essentially
recapitulated what we observed in cell cultures and in mouse
model studies. Thus, it appears that overexpression of hPTTG1 in-
duces genetic stress to trigger a DNA damage response in cancer
cells. If the machinery of senescence maintenance, i.e., CXCR2/p21
signaling, remains intact, then cancer cells remain in a state of
senescence with retarded metastasis. However, if CXCR2/p21
signaling is defective, cancer cells move toward metastasis without
hindrance. In addition, the overexpression of hPTTG1 triggers a DNA
damage response, which activates NF-kB signaling to induce in-
ﬂammatory reactions that remodel a microenvironment favoring
and enhancing tumor metastasis. The results of these observations
have been reported elsewhere [42].
5. Implications
1. Cancer cells activate more than one pathway to promote
metastasis. Thus, a therapy that targets a cancer driver gene
may work for a short time but cancer cells may develop mu-
tations, and in addition, switch to other pathways. Therefore, it
is better to determine how many pathways are activated in a
particular cancer type (i.e., determine genetic background toprovide information about pathways, which tumor cells use to
enhance their metastatic potentials). The therapeutic method
can then be designed to target key genes in these pathways
simultaneously to eradicate all cancer cells before they are able
to develop mutations.
2. In addition to targeting oncogenic pathways or repairing
pathways alone, it would be helpful to develop inhibitors that
can block the crosstalk between cancers and cells that consti-
tute the tumor microenvironment.
3. Because hPTTG1 is overexpressed in most metastatic cancer
cells and blastic leukemia, providing these cancer cells a
driving force for metastasis, it will be very desirable to screen
for inhibitors that have high-afﬁnity binding for PTTG1. This
could interfere or block both the ability of PTTG1 to activate
genes involving tumorigenesis and the interacting proteins of
PTTG1, which are accomplices in tumor metastasis.
References
[1] Hanahan D, Weinberg RA. The hallmarks of cancer. Cell 2000;100:57e70.
[2] Sporn MB. The war on cancer. Lancet 1996;347:1377e81.
[3] Thiery JP. Epithelial-mesenchymal transitions in tumour progression. Nat Rev
Cancer 2002;2:442e54.
[4] Sasisekharan R, Shriver Z, Venkataraman G, Narayanasami U. Roles
of heparan-sulphate glycosaminoglycans in cancer. Nat Rev Cancer 2002;2:
521e8.
[5] Hood JD, Cheresh DA. Role of integrins in cell invasion and migration. Nat Rev
Cancer 2002;2:91e100.
[6] Chambers AF, Groom AC, MacDonald IC. Dissemination and growth of cancer
cells in metastatic sites. Nat Rev Cancer 2002;2:563e72.
[7] Ramaswamy S, Ross KN, Lander ES, Golub TR. A molecular signature of
metastasis in primary solid tumors. Nat Genet 2003;33:49e54.
[8] Pei L, Melmed S. Isolation and characterization of a pituitary tumor-
transforming gene (PTTG). Mol Endocrinol 1997;11:433e41.
[9] Zhang X, Horwitz GA, Prezant TR, Valentini A, Nakashima M, Bronstein MD,
et al. Structure, expression, and function of human pituitary tumor-
transforming gene (PTTG). Mol Endocrinol 1999;13:156e66.
[10] Domínguez A, Ramos-Morales F, Romero F, Rios RM, Dreyfus F, Tortolero M,
et al. hpttg, a human homologue of rat pttg, is overexpressed in hematopoietic
neoplasms. Evidence for a transcriptional activation function of hPTTG.
Oncogene 1998;17:2187e93.
[11] Kakar SS, Jennes L. Molecular cloning and characterization of the tumor
transforming gene (TUTR1): a novel gene in human tumorigenesis. Cytogenet
Cell Genet 1999;84:211e6.
[12] Zou H, McGarry TJ, Bernal T, Kirschner MW. Identiﬁcation of a vertebrate
sister-chromatid separation inhibitor involved in transformation and tumor-
igenesis. Science 1999;285:418e22.
[13] Lee IA, Seong C, Choe IS. Cloning and expression of human cDNA encoding
human homologue of pituitary tumor transforming gene. Biochem Mol Biol
Int 1999;47:891e7.
[14] Heaney AP, Singson R, McCabe CJ, Nelson V, Nakashima M, Melmed S.
Expression of pituitary-tumour transforming gene in colorectal tumours.
Lancet 2000;355:716e9.
[15] Puri R, Tousson A, Chen L, Kakar SS. Molecular cloning of pituitary tumor
transforming gene 1 from ovarian tumors and its expression in tumors.
Cancer Lett 2001;163:131e9.
[16] Yu R, Lu W, Chen J, McCabe CJ, Melmed S. Overexpressed pituitary tumor-
transforming gene causes aneuploidy in live human cells. Endocrinology
2003;144:4991e8.
[17] Jallepalli PV, Waizenegger IC, Bunz F, Langer S, Speicher MR, Peters JM, et al.
Securin is required for chromosomal stability in human cells. Cell 2001;105:
445e57.
[18] Pﬂeghaar K, Heubes S, Cox J, Stemmann O, Speicher MR. Securin is not
required for chromosomal stability in human cells. PLoS Biol 2005;3:e416.
[19] Pei L. Genomic organization and identiﬁcation of an enhancer element con-
taining binding sites for multiple proteins in rat pituitary tumor-transforming
gene. J Biol Chem 1998;273:5219e25.
[20] Pei L. Identiﬁcation of c-myc as a down-stream target for pituitary tumor-
transforming gene. J Biol Chem 2001;276:8484e91.
[21] Tong Y, Eigler T. Transcriptional targets for pituitary tumor-transforming
gene-1. J Mol Endocrinol 2009;43:179e85.
[22] Chien W, Pei L. A novel binding factor facilitates nuclear translocation and
transcriptional activation function of the pituitary tumor-transforming gene
product. J Biol Chem 2000;275:19422e7.
[23] Gil-Bernabé AM, Romero F, Limón-Mortés MC, Tortolero M. Protein phos-
phatase 2A stabilizes human securin, whose phosphorylated forms are
degraded via the SCF ubiquitin ligase. Mol Cell Biol 2006;26:4017e27.
[24] Romero F, Multon MC, Ramos-Morales F, Domínguez A, Bernal JA, Pintor-
Toro JA, et al. Human securin, hPTTG, is associated with Ku heterodimer, the
J.-H. Chen / Tzu Chi Medical Journal 25 (2013) 71e7474regulatory subunit of the DNA-dependent protein kinase. Nucleic Acids Res
2001;29:1300e7.
[25] Bernal JA, Luna R, Espina A, Lázaro I, Ramos-Morales F, Romero F, et al. Human
securin interacts with p53 and modulates p53-mediated transcriptional ac-
tivity and apoptosis. Nat Genet 2002;32:306e11.
[26] Fahmy RG, Dass CR, Sun LQ, Chesterman CN, Khachigian LM. Transcription
factor Egr-1 supports FGF-dependent angiogenesis during neovascularization
and tumor growth. Nat Med 2003;9:1026e32.
[27] Librach CL, Werb Z, Fitzgerald ML, Chiu K, Corwin NM, Esteves RA, et al. 92-kD
type IV collagenase mediates invasion of human cytotrophoblasts. J Cell Biol
1991;113:437e49.
[28] Müller A, Homey B, Soto H, Ge N, Catron D, Buchanan ME, et al. Involvement
of chemokine receptors in breast cancer metastasis. Nature 2001;410:50e6.
[29] BurridgeK,WennerbergK.RhoandRac takecenterstage.Cell 2004;116:167e79.
[30] Waugh DJ, Wilson C. The interleukin-8 pathway in cancer. Clin Cancer Res
2008;14:6735e41.
[31] Freund A, Chauveau C, Brouillet JP, Lucas A, Lacroix M, Licznar A, et al. IL-8
expression and its possible relationship with estrogen-receptor-negative
status of breast cancer cells. Oncogene 2003;22:256e65.
[32] MacManus CF, Pettigrew J, Seaton A, Wilson C, Maxwell PJ, Berlingeri S, et al.
Interleukin-8 signaling promotes translational regulation of cyclin D in
androgen-independent prostate cancer cells. Mol Cancer Res 2007;5:737e48.
[33] Venkatakrishnan G, Salgia R, Groopman JE. Chemokine receptors CXCR-1/2
activate mitogen-activated protein kinase via the epidermal growth factor
receptor in ovarian cancer cells. J Biol Chem 2000;275:6868e75.
[34] Lang K, Niggemann B, Zanker KS, Entschladen F. Signal processing in
migrating T24 human bladder carcinoma cells: role of the autocrine
interleukin-8 loop. Int J Cancer 2002;99:673e80.[35] Feniger-Barish R, Yron I, Meshel T, Matityahu E, Ben-Baruch A. IL-8-induced
migratory responses through CXCR1 and CXCR2: association with phos-
phorylation and cellular redistribution of focal adhesion kinase. Biochemistry
2003;42:2874e86.
[36] Luppi F, Longo AM, de Boer WI, Rabe KF, Hiemstra PS. Interleukin-8 stimulates
cell proliferation in non-small cell lung cancer through epidermal growth
factor receptor transactivation. Lung Cancer 2007;56:25e33.
[37] Burger M, Hartmann T, Burger JA, Schraufstatter I. KSHV-GPCR and CXCR2
transforming capacity and angiogenic responses are mediated through a
JAK2-STAT3-dependent pathway. Oncogene 2005;24:2067e75.
[38] Seaton A, Scullin P, Maxwell PJ, Wilson C, Pettigrew J, Gallagher R, et al.
Interleukin-8 signaling promotes androgen-independent proliferation of
prostate cancer cells via induction of androgen receptor expression and
activation. Carcinogenesis 2008;29:1148e56.
[39] Maxwell PJ, Gallagher R, Seaton A, Wilson C, Scullin P, Pettigrew J, et al. HIF-1
and NF-kappaB-mediated upregulation of CXCR1 and CXCR2 expression
promotes cell survival in hypoxic prostate cancer cells. Oncogene 2007;26:
7333e45.
[40] Liao YC, Ruan JW, Lua I, Li MH, Chen WL, Wang JR, et al. Overexpressed
hPTTG1 promotes breast cancer cell invasion and metastasis by regulating
GEF-H1/RhoA signalling. Oncogene 2012;31:3086e97.
[41] Liao Y-C, Chen J-H. The role of human pituitary transforming gene-1 in
transcriptional and cytoskeletal regulation of cancer cells. Tzu Chi Med J
2012;24:97e9.
[42] Ruan JW, Liao YC, Lua I, Li MH, Hsu CY, Chen JH. Human pituitary tumor-
transforming gene 1 overexpression reinforces oncogene-induced senes-
cence through CXCR2/p21 signaling in breast cancer cells. Breast Cancer Res
2012;14:R106.
